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BEST AVAILABLE IMAGES 



Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not limited to): 



• BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 



IMAGES ARE BEST AVAILABLE COPY. 

rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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BamHI 2772 Clal 2666 



Plasmid name: pED6dpc2 
Plasmld size: 5374 bp 



Comments/References: pE06dpc2 is derived from pED6dpd by Insertion of a new 
polytinker to facilitate cDNA cloning. SST cDNAs are cloned between EcoRI and Notl. 
pED vectors are described in Kaufman et al.(1991). NAR 19: 4465-4490 
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100.0% identity in 125 aa overlap 

10 20 30 40 50 60 

SEQ ID NO: 217 MADEELEALRRQRLAELQAKHGDPGDAAQQEAKHREAEMRNSILAQVLDQSARARLSNLA 
X: : 
SEQ ID NO: 516 MADEELEALRRQRLAELQAKHGDPGDAAQQEAKHREAEMRNSILAQVLDQSARARLSNLA 

10 20 30 40 50 60 

70 80 90 100 110 120 

SEQ ID NO: 217 LVKPEKTKAVENYLIQMARYGQLSEKVSEQGLIEILKKVSQQTEKTTTVKFNRRKVMDSD 



SEQ ID NO: 516 LVKPEKTKAVENYLIQMARYGQLSEKVSEQGLIEILKKVSQQTEKTTTVKFNRRKVMDSD 
70 80 90 100 110 120 



SEQ ID NO: 217 EDDDY 
: : : : X 

SEQ ID NO: 516 EDDDY 
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CLUSTAL W(1.5) multiple sequence alignment 

SEQ ID NO: 517 MFCPLKLILLPVLLDYSLGLNDLNVSPPELTVHVGDSALMGCVFQSTEDKCI FKIDWTLS 

SEQ ID NO: 232 MGCVFQSTEDKCI FKIDWTLS 

SEQ ID NO: 17 4 MGCVFQSTEDKRI FKIDWTLS 

SEQ ID NO: 17 5 MGCVFQSTVDKC I FKIDWTLS 

#+*++**+ *+ ***++++++ 

SEQ ID NO: 517 PGEHAKDEYVLYYYSNLSVPIGRFQNRVHLMGDNLCNDGSLLLQDVQDVE 

SEQ ID NO: 232 PGEHAKDEYVLYYYSNLSVPIGRFQNRVHLMGDILCNDGSLLLQDVQEADQGTYICEIRL 

SEQ ID NO: 17 4 PGEHAKDEYVLYYYSNLSVPIGRFQNRVHLMGDNLCNDGSLLLQDVQEADQGTYICEIRL 

SEQ ID NO: 17 5 PGEHAKDEYVLYYYSNLSVPIGRFQNRVHLMGDILCNDGSLLLQDVQEADQGTYICEIRL 
* + ** + * + ****-* + + * + + + * + + * + * + + ★* + * + ** *+★+★*++**+++ 

SEQ ID NO: 517 

SEQ ID NO: 232 KGESQVFKKAWLHVLPEEPKGTQMLT 

SEQ ID NO: 17 4 KGESQVFKKAWLHVLPEEPKELMVHVGGLIQMGCVFQSTEVKHVTKVEWIFSGRRAKEE 

SEQ ID NO: 17 5 KGESQVFKKAWLHVLPEEPKELMVHVGGLIQMGCVFQSTEVKHVTKVEWIFSGR--RAK 

; !}SEQ ID NO: 517 

HiSEQ ID NO: 232 

USEQ ID NO: 174 IVFRYYHKLRMSAEYSQSWGHFQNRVNLVGDIFRNDGSIMLQGVRESDGGNYTCSIHLGN 

ij^SEQ ID NO: 17 5 VTRRKHHCVREGSG 

YiSEQ ID NO: 517 

U ^SEQ ID NO: 232 

SEQ ID NO: 174 LVFKKTIVLHVSPEEPRTLVTPAALRPLVLGGNQLVIIVGIVCATILLLPVLILIVKKTC 

j^-SEQ ID NO: 175 

■,.SEQ ID NO: 517 

:LSEQ ID NO: 232 

;f:SEQ ID NO: 174 GNKSSVNSTVLVKNTKKTNP 

L -SEQ ID NO: 175 
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99.6% identity in 225 aa overlap 

10 20 30 40 50 60 

SEQ ID NO: 515 PTAVQKEEARQDVEALLSRTVRTQILTGKELRVATQEKEGSSGRCMLTLLGLSFILAGLI 



SEQ ID NO: 231 LRVATQEKEGSSGRCMLTLLGLSFILAGLI 

10 20 30 

70 80 90 100 110 120 

SEQ ID NO: 515 VGGACIYKYFMPKSTIYRGEMCFFDSEDPANSLRGGEPNFLPVTEEADIREDDNIAIIDV 

SEQ ID NO: 231 VGGACI YKYFMPKSTIYRGEMCFFDSEDPANSLRGGEPNFLPVTEEADIREDDNIAIIDV 
40 50 60 70 80 90 

130 140 150 160 170 180 

SEQ ID NO: 515 PVPSFSDSDPAAIIHDFEKGMTAYLDLLLGNCYLMPLNTSIVMPPKNLVELFGKLASGRY 

SEQ ID NO: 231 PVPSFSDSDPAAI IHDFEKGMTAYLDLLLGICYLMPLNTSIVMPPKNLVELFGKLASGRY 
100 110 120 130 140 150 

^ 190 200 210 220 230 240 

pSEQ ID NO: 515 LPQTYVVREDLVAVEEIRDVSNLGIFIYQLCNNRKSFRLRRRDLLLGFNKRAIDKCWKIR 

: r,SEQ ID NO: 231 LPQTYVVREDLVAVEEIRDVSNLGIFIYQLCNNRKSFRLRRRDLLLGFNKRAIDKCWKIR 
j: 160 170 180 190 200 210 

l \ 250 260 

%S£Q ID NO: 515 HFPNEFIVETKICQE 



SEQ ID NO: 231 HFPNEFIVETKICQE 

* 220 
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99.7% identity in 353 aa overlap 

10 20 30 

SEQ ID NO: 196 MERGLKSADPRDGTGYTGWAGIAVLYLHLY 



SEQ ID NO: 518 LAEGYFDAAGRLTPEFSQRLTNKIRELLQQMERGLKSADPRDGTGYTGWAGIAVLYLHLY 
20 30 40 50 60 70 

40 50 60 70 80 90 

SEQ ID NO: 196 DVFGDPAYLQLAHGYVKQSLNCLTKRSITFLCGDAGPLAVAAVLYHKMNNEKQAEDCITR 



SEQ ID NO: 518 DVFGDPAYLQLAHGYVKQSLNCLTKRSITFLCGDAGPLAVAAVLYHKMNNEKQAEDCITR 
80 90 100 110 120 130 

100 110 120 130 140 150 

SEQ ID NO: 196 LIHLNKIDPHAPNEMLYGRIGYIYALLFVNKNFGVEKTPQSHIQQICETILTSGENLARK 

SEQ ID NO: 518 LIHLNKIDPHAPNEMLYGRIGYIYALLFVNKNFGVEKIPQSHIQQICETILTSGENLARK 
140 150 160 170 180 190 

160 170 180 190 200 210 

^SEQ ID NO: 196 RNFTAKSPLMYEWYQEYYVGAAHGLAGI YYYLMQPSLQVSQGKLHSLVKPSVDYVCQLKF 



=SEQ ID NO: 518 RNFTAKSPLMYEWYQEYYVGAAHGLAGI YYYLMQPSLQVSQGKLHSLVKPSVDYVCQLKF 
1 200 210 220 230 240 250 

220 230 240 250 260- 270 

J SEQ ID NO: 196 PSGNYPPCIGDNRDLLVHWCHGAPGVI YMLIQAYKVFREEKYLCDAYQCADVIWQYGLLK 



SEQ ID NO: 518 PSGNYPPCIGDNRDLLVHWCHGAPGVI YMLIQAYKVFREEKYLCDAYQCADVIWQYGLLK 
260 270 280 290 300 310 

280 290 300 310 320 330 

SEQ ID NO: 196 KGYGLCHGSAGNAYAFLTLYNLTQDMKYLYRACKFAEWCLEYGEHGCRTPDTPFSLFEGM 



SEQ ID NO: 518 KGYGLCHGSAGNAYAFLTLYNLTQDMKYLYRACKFAEWCLEYGEHGCRTPDTPFSLFEGM 
320 330 340 350 360 370 

340 350 
SEQ ID NO: 196 AGTI YFLADLLVPTKARFPAFEL 



SEQ ID NO: 518 AGTI YFLADLLVPTKARFPAFEL 
380 390 
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98.5% identity in 194 aa overlap 

90 100 110 120 130 140 

SEQ ID NO: 519 ARNLPPLTDAQKNKLRHLSVVTLAAKVKCIPYAVLLEALALRNVRQLEDLVIEAVYADVL 



SEQ ID NO: 158 ARNLPPLTEAQKNKLRHLSWTLAAKVKCIPYAVLLEALALRNVRQLEDLVIEAVYADVL 
60 70 80 90 100 110 

150 160 170 180 190 200 

SEQ ID NO: 519 RGSLDQRNQRLEVDYSIGRDIQRQDLSAIAQTLQEWCVGCEVVLSGIEEQVSRANQHKEQ 



SEQ ID NO: 158 RGSLDQRNQRLEVDYSIGRDIQRQDLSAIARTLQEWCVGCEWLSGIEEQVSRANQHKEQ 
120 130 140 150 160 170 

210 220 230 240 250 260 

SEQ ID NO: 519 QLGLKQQIESEVANLKKTIKVTTAAAAAATSQDPEQHLTELREPASGTNQRQPSKKASKG 

SEQ ID NO: 158 QLGLKQQIESEVANLKKTIKVTTAAAAAATSQDPEQHLTELREPAPGTNQRQPSKKASKG 
180 190 200 210 220 230 

270 

SEQ ID NO: 519 KGLRGSAKIWSKSN 



SEQ ID NO: 158 KGLRGSAKIWSKSN 
240 250 



88.7% identity in 62 aa overlap 

10 20 30 40 50 60 

SEQ ID NO: 519 MSAEVKVTGQNQEQFLLLAKSAKGAALATLIHQVLEAPGVYVFGELLDMPNVRELAESDF 



SEQ ID NO: 158 MSAEVKVTGQNQEQFLLLAKSAKGAALATLIHQVLEAPGVYVFGELLDMPNVRELXARNL 
10 20 30 40 50 60 



SEQ ID NO: 519 AS 
.X 

SEQ ID NO: 158 PP 
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68.9% identity in 74 aa overlap 

10 20 30 40 50 

SEQ ID NO: 226 MIARRNPVPLRFLPDEARSLPPPKLTDPRLLYIGFLGYCSGLIDNLIRRRPIATAGLHR 

SEQ ID NO: 514 MMTGRQGRATFQFLPDEARSLPPPKLTDPRLAFVGFLGYCSGLIDNAIRRRPVLLAGLHR 
10 20 30 40 50 60 

60 70 
SEQ ID NO: 226 QLLYITAFFLLDIIL 

SEQ ID NO: 514 QLLYITSFVFVGYYLLKRQDYMYAVRDHDMFSYIKSHPEDFPEKDKKTYGEVFEEFHPVR 
70 80 90 100 110 120 
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